We report the genomes of four foot-and-mouth disease virus (FMDV) serotype SAT 1 topotype X isolates from Cameroon. The viruses were isolated from bovine epithelium collected during an outbreak in 2016. These novel sequences update knowledge of FMDV diversity in Central Africa and contribute to regional FMDV molecular epidemiology.
The 8,166-to 8,181-nt genomes encode a 7,017-nt open reading frame (ORF) flanked by a 1,076-nt 5= UTR and a 73-to 88-nt 3= UTR excluding the poly(A) tail. The sequences had 97.8% to 98.2% identity to SAT1/NIG/1/15, a topotype X isolate collected from a cow in Nigeria in 2015 (5) . Compared to SAT1/NIG/1/15, a 3-nt insertion (site 200) and a 1-nt deletion (site 1082) were present in the 5= UTR. No indels were detected in the ORF. There was a maximum 3-nt difference among the Cameroonian sequences in the ORF. The sequences share 100% nucleotide identity in the VP1 region and are identical to the VP1 sequences available for these samples (Ehizibolo et al., submitted for publication).
The recent description and spread of SAT1/X in Nigeria and Cameroon highlight the importance of molecular surveillance of FMDV in Central Africa. The genome sequences reported herein contribute to our understanding of the diversity and evolution of this lineage, which is critical for FMDV control in Central Africa and globally.
Data availability. The complete genome nucleotide sequences have been deposited in GenBank under the accession no. MN275118 to MN275121. The raw sequence data are available in the NCBI Sequence Read Archive (SRA) under BioProject no. PRJNA559370.
